Key indicators: single-crystal X-ray study; T = 173 K; mean (C-C) = 0.004 Å; R factor = 0.062; wR factor = 0.182; data-to-parameter ratio = 16.2.
In the asymmetric unit of the title compound {systematic name: N 0 -(2,4-dimethylphenyl)-N-[N-(2,4-dimethylphenyl)carboximidoyl]-N-methylmethanimidamide}, C 19 H 23 N 3 , which is a formamidine pesticide, there are two independent and conformationally similar molecules, with the dihedral angle between the mean planes of the 2,4-dimethylbenzene rings in each molecule being 41.63 (6) and 42.09 (5) . The crystal structure is stabilized by a C-HÁ Á ÁN hydrogen bond, as well as weak intermolecular C-HÁ Á Á andinteractions [ring centroid separation = 3.7409 (15) Å ], giving one-dimensional chains extending down the b direction.
Related literature
For the toxicity and insecticidal properties of the title compound, see: Del Pino et al. (2013); Hollingworth (1976) . For a related crystal structure, see: Peoples et al. (2012) .
Experimental
Crystal data C 19 H 23 N 3 M r = 293.40 Monoclinic, P2 1 =c a = 11.9362 (11) Å b = 7.5110 (7) Å c = 37.514 (3) Å = 91.650 (2) V = 3361.9 (5) Å 3 Z = 8
Mo K radiation = 0.07 mm À1 T = 173 K 0.40 Â 0.40 Â 0.40 mm
Data collection
Bruker APEXII CCD-detecto diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2006) T min = 0.973, T max = 0.973 18091 measured reflections 6593 independent reflections 3615 reflections with I > 2(I) R int = 0.058 Refinement R[F 2 > 2(F 2 )] = 0.062 wR(F 2 ) = 0.182 S = 0.98 6593 reflections 407 parameters H-atom parameters constrained Á max = 0.26 e Å À3 Á min = À0.22 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 and Cg4 are the centroids of the C2-C8 and C31-C38 rings. 
Data collection: APEX2 (Bruker, 2006); cell refinement: SAINT (Bruker, 2006); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXTL.
Figure 1
The molecular structure of the title compound, with displacement ellipsoids drawn at the 50% probability level. H atoms are shown as small spheres of arbitrary radius.
Figure 2
Crystal packing of the title compound in the unit cell, with weak intermolecular C-H···N hydrogen bonds shown as dashed lines. 
N′-(2,4-Dimethylphenyl)-N-[N-(2,4-dimethylphenyl)carboximidoyl]-N-methylmethanimidamide
Special details Geometry. All e.s.d.'s (except the e.s.d. in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell e.s.d.'s are taken into account individually in the estimation of e.s.d.'s in distances, angles and torsion angles; correlations between e.s.d.'s in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell e.s.d.'s is used for estimating e.s.d.'s involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq N1 0.22503 (17) (3) 0.53838 (7) 0.0288 (6) C9 0.1853 (2) 0.8345 (3) 0.57073 (7) 0.0304 (6) H9 0.2356 0.8002 0.5896 0.036* C10 −0.0063 (2) 0.9115 (4) 0.55032 (7) 0.0377 (7) (3) 0.66229 (7) 0.0320 (6) C14 −0.2710 (2) 0.6305 (4) 0.63229 (7) 0.0417 (7) Symmetry codes: (i) −x, y−1/2, −z+3/2; (ii) −x, y+1/2, −z+3/2; (iii) −x+1, y+1/2, −z+3/2.
